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x.range

upstream meme PSSM #1; e=170

1 3 5 7 9 11 13 151 3 5 7 9 11 13 15

x.range

y.
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e

upstream meme PSSM #2; e=860

1 3 5 7 9 11 131 3 5 7 9 11 13
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Rv0909

Rv0910PPE60

hns

Rv2843
papA2

Rv1111c

Rv1500

sirR
Rv2049c

PE31

Rv3208

mpt63

Rv3005c

Rv3172c

string
operons −200 −100 −1

hypothetical protein: RV3172C−0.19

50S ribosomal protein L22: RV0706−0.38

NSERVED POLYKETIDE SYNTHASE ASSOCIATED PROTEIN PAPA2: RV3820C−1.02

hypothetical protein: RV0909−1.07

hypothetical protein: RV0910−1.07

hypothetical protein: RV1111C−1.48

POSSIBLE HISTONE−LIKE PROTEIN HNS: RV3852−1.65

PE FAMILY PROTEIN: RV3477−2.37

PE FAMILY PROTEIN: RV3478−2.37

30S ribosomal protein S20: RV2412−2.45

hypothetical protein: RV3005C−2.68

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3208−2.95

PROBABLE CONSERVED TRANSMEMBRANE ALANINE RICH PROTEIN: RV2843−2.99

hypothetical protein: RV2049C−4.06

B63) (16 kDa IMMUNOPROTECTIVE EXTRACELLULAR PROTEIN): RV1926C−6.40

PROBABLE GLYCOSYLTRANSFERASE: RV1500−6.74

PROBABLE TRANSCRIPTIONAL REPRESSOR SIRR: RV2788−7.98

log10(P) upstream meme1 2 log10(P.clust)=−2.81; 17 seqs; 15 uniq
c(0.5, 2.5)
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